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Abstract
Alu and B1 repeats are mobile elements that originated in an initial duplication of the 7SL RNA gene prior to the
primate-rodent split about 80 million years ago and currently account for a substantial fraction of the human and
mouse genome, respectively. Following the primate-rodent split, Alu and B1 elements spread independently in each
of the two genomes in a seemingly random manner, and, according to the prevailing hypothesis, negative selection
shaped their final distribution in each genome by forcing the selective loss of certain Alu and B1 copies. In this
paper, contrary to the prevailing hypothesis, we present evidence that Alu and B1 elements have been selectively
retained in the upstream and intronic regions of genes belonging to specific functional classes. At the same time, we
found no evidence for selective loss of these elements in any functional class. A subset of the functional links we
discovered corresponds to functions where Alu involvement has actually been experimentally validated, whereas the
majority of the functional links we report are novel. Finally, the unexpected finding that Alu and B1 elements show
similar biases in their distribution across functional classes, despite having spread independently in their respective
genomes, further supports our claim that the extant instances of Alu and B1 elements are the result of positive
selection.
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Introduction
Identifiable repeat elements cover a very large fraction of the
human and mouse genomes, and even though they are quite
diverse at the sequence level, they can be assigned to a fairly
small number of families [1]. Alu and B elements belong to the
Short Interspersed Nuclear Element (SINE) family, members of
which exist in several mammalian genomes, where they have
spread in great copy numbers [2–4]. Alu elements, the most
abundant class or repeat elements in the human genome,
originated in the duplication and subsequent fusion of the 7SL
RNA gene at the beginning of the radiation of primates [5,6].
B1 elements belong to the same repeat family and have also
descended from the 7SL RNA. Following the primate-rodent
split, copies of Alu and B1 elements have amplified and
duplicated independently in the two genomes while accumulating
mutations [4,7]. The extent of the acquired mutations is such
that extant instances of archetypal Alu and B1 elements bear
little resemblance to one another or to the original 7SL RNA
gene.
In earlier work, the Alu distribution in the human genome
was studied in terms of several genomic features in order to
understand how they spread in the genome: it was shown that
Alu elements are predominant in R bands and inversely
distributed with respect to L1 elements [8], correlated with
GC-rich parts of the genome [9,10] as well as gene and intron
density [10–12], and enriched in isochores [11], segmental
duplications [13] and transcription factor binding sites [14].
Another study of Alu, B1 and related SINE elements across
mammalian genomes demonstrated their presence in primates,
rodents, and tree-shrews and their absence in other mammals
[15]. There have also been attempts to associate Alu elements
with functional classesof genes. In [16], Alu elements located on
chromosomes 21 and 22, were found to be over-represented in a
limited set of functional classes. Housekeeping genes vs. tissue-
specific genes were also found to have preferences for Alu
elements [17]. In [14], the authors considered for their analysis
only 5 kb upstream of known genes, and a limited set of
functional classes for over-representation or under-representa-
tion of Alu elements.
In what follows, we extend previous work by studying and
comparing the distributions of extant instances of both Alu and B1
elements, as well as related B2 and B4 elements (from this point
on, we will be referring to B1, B2 and B4 elements collectively as
‘‘B elements’’) in both upstream and intronic regions of known protein-
coding genes, in order to contribute to the understanding of the
evolutionary history of these elements. More specifically, we test
whether their current distributions in the human and mouse
genomes are a result of positive or negative selection across
functional classes of genes.
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Alu and B element densities vary as a function of their
upstream/downstream distance from gene transcript
start positions
Following the primate-rodent split, Alu and B elements spread
throughout the human and mouse genomes: Alu elements
currently number ,1.1 million copies and cover about 5.4% of
the human genome (in the sense orientation), while B elements
number ,1.2 million copies and cover about 3.6% of the mouse
genome (in the sense orientation).
We studied Alu and B element densities separately for all
combinations of: (a) distance from gene transcript start positions, (b)
direction (upstream vs. downstream), and (c) orientation (sense vs.
antisense). In the case of downstream direction, we computed Alu
and B element densities separately for intronic and exonic regions.
For a detailed description of the computation method and all
relevant definitions, see Methods section. Our results demonstrate
that Alu and B elements are significantly over-represented in the
upstream regions of genes, and that the highest densities are
observed within the window ending at 16 kb upstream of gene
transcript start positions. For a detailed explanation of how we
determine significance and how we compute p-values for all cases of
over-representation and under-representation, see Methods.
Similarly, Alu and B elements are significantly over-represented
in the intronic downstream regions of genes, and, just as in the
upstream case, the highest densities are observed in the window
ending at 16 kb downstream of the gene transcript start positions.
However, in introns, the over-representation is significantly more
pronounced in the antisense orientation. Finally, there is a
significant under-representation of Alu and B elements in exons
and the effect of distance is not as pronounced as in the upstream
and intronic downstream cases.
These results are shown in detail in Figure 1 for Alu elements in
human and in Figure 2 for B elements in mouse: we plot Alu and B
element densities upstream and downstream of known genes as a
function of distance from the gene transcript start positions. Green
Author Summary
Despite their fundamental role in cell regulation, genes
account for less than 1% of the human genome. Recent
studies have shown that non-genic regions of our DNA
may also play an important functional role in human cells.
In this paper, we study Alu and B elements, a specific class
of such non-genic elements that account for ,10% of the
human genome and ,7% of the mouse genome
respectively. We show that, contrary to the prevailing
hypothesis, Alu and B elements have been preferentially
retained in the proximity of genes that perform specific
functions in the cell. In contrast, we found no evidence for
selective loss of these elements in any functional class.
Several of the functional classes that we have linked to Alu
and B elements are central to the proper working of the
cell, and their disruption has previously been shown to
lead to the onset of disease. Interestingly, the DNA
sequences of Alu and B elements differ substantially
between human and mouse, thus hinting at the existence
of a potentially large number of non-conserved regulatory
elements.
Figure 1. Alu densities upstream and downstream of known genes as a function of distance from the gene transcript start position.
Green and red curves correspond to Alu instances in the sense and antisense orientation respectively. Downstream regions are separated in exonic
and intronic parts. There is a clear over-representation of Alu instances upstream of known genes and in the intronic regions, particularly in the
antisense direction. In contrast, Alu elements are under-represented in exons.
doi:10.1371/journal.pcbi.1000610.g001
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antisense orientation respectively. In the downstream case, we
distinguish between exonic and intronic regions.
Human Alu elements have been selectively retained in
upstream and intronic regions of genes of specific
functional classes
We first associated Alu elements to functional classes by
performing a genome-wide analysis on the latest release of the
human genome annotations and applying a distribution-free
statistical test with multiple hypothesis testing correction. Unlike
the analysis in [14], where only 5 kb upstream of known genes
were considered, we examined the 0 kb–16 kb window for the
upstream analysis, i.e. the window where we find that the Alu
density is maximized (see above). In addition, we: (a) examined the
possibility that intronic instances might also be linked to specific
functional classes, and (b) treated sense and antisense orientations
separately. As a result, we were able to associate with Alu elements
at least four times more functional classes than we would have
been able to, had we only considered 5 kb upstream regions.
Finally, after determining the functional associations, we conduct-
ed additional computational experiments to pinpoint the most likely
explanation for the observed functional biases.
We applied the following statistical test in order to determine
potential biases in the positioning of Alu elements within upstream
and intronic regions of genes belonging to specific functional
classes. After labeling each gene’s upstream or intronic region with
the GO terms attributed to the corresponding spliced transcripts,
we tested whether Alu densities are significantly higher in the
upstream or intronic regions of genes associated with certain GO
terms. Density is defined as the fraction of the upstream or intronic
region of a given gene that is covered by Alu instances. For a more
formal definition of density and a detailed description of the
statistical method used here we refer the reader to the Methods
section.
Using this approach we found that upstream and intronic Alu
instances are not randomly distributed, but instead are located,
significantly more frequently than expected, inside upstream and
intronic regions (in either the sense or antisense direction) of genes
belonging to specific functional classes, i.e. GO terms. In Table 1,
we report these functional classes at GO hierarchy level six or
greater. In Supplemental Table S1, we report the entire list of GO
terms and the associated p-values.
In order to validate our computational findings, we searched the
existing literature for experimental evidence linking Alu elements to
specific functions and compared them to the GO terms listed in
Table 1 (or in the full list of significant GO terms found in
Supplemental Table S1). Alu elements have been shown to be
involved in DNA repair [18], to play a role in alternative splicing,
RNA editing and translation regulation [19,20], to repress
transcription following heat shock [21], and to affect genomic
organization and evolution, through insertion mutation and
recombination [4,22]. For most of these functions, we were able
to find related significant GO terms: DNA repair, RNA splicing,
translation, chromatin remodeling, and DNA recombination. In
Figure 3, we verify that for these GO terms, the Alu density of
associated genes in upstream and intronic regions is significantly
Figure 2. B element (B1, B2, B4) densities upstream and downstream of known genes as a function of distance from the gene
transcript start position. Green and red curves correspond to B element instances in the sense and antisense orientation respectively.
Downstream regions are separated in exonic and intronic parts. As in the case of Alu elements, there is a clear over-representation of B element
instances upstream of known genes and in the intronic regions, particularly in the antisense direction. In contrast, B elements are under-represented
in exons.
doi:10.1371/journal.pcbi.1000610.g002
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Human Alu Mouse B
GO term id genes U I+ I- genes U I+ I- GO term description
GO:0016279 29 ! 24 !! protein-lysine N-methyltransferase activity
GO:0018024 29 ! 24 !! histone-lysine N-methyltransferase activity
GO:0042054 37 ! 33 !! histone methyltransferase activity
GO:0016278 29 ! 24 !! lysine N-methyltransferase activity
GO:0004713 556 ! 572 ! protein-tyrosine kinase activity
GO:0004674 541 ! 564 !! protein serine/threonine kinase activity
GO:0017111 761 ! 725 !!!nucleoside-triphosphatase activity
GO:0016887 378 ! 363 !!!ATPase activity
GO:0042623 292 ! 274 !!!ATPase activity, coupled
GO:0003924 261 ! 241 ! GTPase activity
GO:0004721 174 ! 161 ! phosphoprotein phosphatase activity
GO:0004842 161 ! 151 !!!ubiquitin-protein ligase activity
GO:0030983 23 !!!12 mismatched DNA binding
GO:0045934 389 ! 357 ! negative regulation of nucleobase, nucleoside, nucleotide and nucleic acid metabolism
GO:0051053 23 ! 18 negative regulation of DNA metabolism
GO:0008156 18 ! 12 negative regulation of DNA replication
GO:0016481 358 ! 335 ! negative regulation of transcription
GO:0045449 2723 !! 2515 !! Regulation of transcription
GO:0006355 2554 !! 2363 !! Regulation of transcription, DNA-dependent
GO:0051052 73 ! 48 ! Regulation of DNA metabolism
GO:0006445 60 ! 31 ! Regulation of translation
GO:0006446 44 ! 22 ! Regulation of translational initiation
GO:0043065 299 ! 254 ! positive regulation of apoptosis
GO:0006917 250 ! 190 ! induction of apoptosis
GO:0012502 251 ! 190 ! induction of programmed cell death
GO:0043066 276 ! 226 negative regulation of apoptosis
GO:0043414 50 ! 74 biopolymer methylation
GO:0043037 263 !! 165 !!!translation
GO:0006414 108 ! 24 translational elongation
GO:0006413 69 ! 65 ! translational initiation
GO:0043632 237 !! 162 !!!modification-dependent macromolecule catabolism
GO:0019941 237 !! 162 !!!modification-dependent protein catabolism
GO:0006511 234 !! 159 !!!ubiquitin-dependent protein catabolism
GO:0043161 100 ! 29 proteasomal ubiquitin-dependent protein catabolism
GO:0030433 18 ! 11 ! ER-associated protein catabolism
GO:0006401 51 ! 35 RNA catabolism
GO:0006402 34 ! 29 mRNA catabolism
GO:0000184 21 !! 16 ! mRNA catabolism, nonsense-mediated decay
GO:0044257 262 !! 185 !!!cellular protein catabolism
GO:0051603 259 !! 183 !!!proteolysis during cellular protein catabolism
GO:0006515 18 ! 12 ! Misfolded or incompletely synthesized protein catabolism
GO:0016310 878 ! 873 ! phosphorylation
GO:0006468 727 ! 750 ! protein amino acid phosphorylation
GO:0006310 112 ! 86 !!!DNA recombination
GO:0006260 223 !!!167 !!!DNA replication
GO:0006261 120 !!!74 ! DNA-dependent DNA replication
GO:0045005 31 !!15 maintenance of fidelity during DNA-dependent DNA replication
GO:0006323 418 !! 378 !!!DNA packaging
GO:0006325 414 !! 376 !!!establishment and/or maintenance of chromatin architecture
Selective Retention of ALU/B1
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Interestingly, most of the functional classes reported in Table 1
have not previously been linked to Alu elements, suggesting
potential novel regulatory roles for these elements.
In search for the most likely interpretation of the functional
biases of Alu instances in upstream and intronic regions reported
in Table 1, we explored three alternative scenarios, and conducted
further computational experiments in order to prove or disprove
them. One possible explanation for our findings could be that Alu
elements were selectively retained through natural selection in the
genes of these functional classes, because they play a positive role
in the function of these genes and offer a selective advantage. Had
Human Alu Mouse B
GO term id genes U I+ I- genes U I+ I- GO term description
GO:0016568 216 !! 192 !!!Chromatin modification
GO:0016569 58 ! 55 ! covalent chromatin modification
GO:0006338 56 !! 49 !! Chromatin remodeling
GO:0006396 504 !!!411 !!!RNA processing
GO:0006397 307 !!!244 !!!mRNA processing
GO:0000398 161 !!!51 nuclear mRNA splicing, via spliceosome
GO:0000387 28 !! 4 spliceosomal snRNP biogenesis
GO:0000245 36 ! 20 spliceosome assembly
GO:0008380 278 !!!194 !! RNA splicing
GO:0000375 161 !!!51 RNA splicing, via transesterification reactions
GO:0000377 161 !!!51 RNA splicing, via transesterification reactions with bulged adenosine as nucleophile
GO:0043631 12 ! 13 RNA polyadenylation
GO:0016071 352 !!!286 !!!mRNA metabolism
GO:0006351 2629 !! 2408 !! transcription, DNA-dependent
GO:0006352 111 !! 64 ! transcription initiation
GO:0006367 70 !! 23 transcription initiation from RNA polymerase II promoter
GO:0006354 52 !! 11 RNA elongation
GO:0006368 49 !! 7 RNA elongation from RNA polymerase II promoter
GO:0006366 736 ! 579 ! transcription from RNA polymerase II promoter
GO:0006508 868 ! 827 proteolysis
GO:0006457 203 ! 150 !! protein folding
GO:0006464 1918 !! 1805 !!!protein modification
GO:0043543 32 ! 27 protein amino acid acylation
GO:0006473 23 ! 16 protein amino acid acetylation
GO:0006512 603 !! 552 !! ubiquitin cycle
GO:0031365 11 ! 7 N-terminal protein amino acid modification
GO:0008632 108 ! 78 ! Apoptotic program
GO:0051170 107 ! 83 ! nuclear import
GO:0006606 105 ! 81 ! protein import into nucleus
GO:0051168 55 ! 41 !! nuclear export
GO:0006405 36 ! 21 RNA export from nucleus
GO:0006605 222 ! 228 !! protein targeting
GO:0051028 80 !! 55 !!!mRNA transport
GO:0007067 224 !! 192 !!!Mitosis
GO:0051437 72 ! 0 positive regulation of ubiquitin ligase activity during mitotic cell cycle
GO:0007017 231 ! 219 !!!microtubule-based process
GO:0007001 442 !! 402 !!!chromosome organization and biogenesis (sensu Eukaryota)
GO:0030520 10 ! 4 estrogen receptor signaling pathway
In the interest of clarity of the presentation we only show GO terms at GO hierarchy level $6; the entire list of GO terms can be found in Supplemental Table S1. The
colors in the columns labeled ‘‘Alu’’ and ‘‘B’’ show for each GO term whether it is associated with upstream (U), sense intronic (I+), or antisense intronic (I-) regions.
Significant GO terms are considered those terms whose adjusted p-values are less than 0.01 (see Methods). The actual adjusted and unadjusted p-values for each type of
element and for each region and orientation can be found in Supplemental Table S1. The GO terms are organized in such a way so that related GO terms are located as
close as possible to one another (note that this is not an easy problem, since the GO hierarchy is not a tree).
doi:10.1371/journal.pcbi.1000610.t001
Table 1. Cont.
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been observed in our analysis. If, on the other hand, these
insertions had had a negative impact, they would have been
selected against during evolution, considering that insertions in
upstream regions of genes, where regulatory signals are located,
could easily disrupt normal function. Not surprisingly, an obvious
case of negative selection is found in the exonic regions where not
only Alu elements are under-represented (see Figure 1), but also no
functional biases are observed, in other words, the negative
selection of Alu elements in exonic regions is active across all
functional classes.
A second possible explanation could be that mobile elements in
general possess either an insertion or a tolerance bias towards these
functional classes of genes. In other words, either mobile elements
may be preferentially inserted in genes belonging to these
functional classes, or genes in these functional classes may tend
to tolerate mobile element insertions better than the rest of the
genes. To corroborate or refute these hypotheses, we tested
whether other types of mobile repeat elements are enriched in the
same functional classes as Alu elements and, in general, we found
no significant overlap: 22% with LINEs and 1% with ERVs, 1% with
LTRs and zero for all other mobile element families. Even in the
case of LINEs, where we observed the highest overlap, none of
these common classes is related to DNA repair, recombination,
chromatin remodeling, splicing or translation. In addition, we
analyzed the three main Alu subfamilies and discovered significantly
fewer functional biases for the recently inserted Alu elements (see
following section), thus demonstrating that these functional biases
are crystallized as Alu elements survive longer inside the genome,
and after some of these elements have been retained. In summary,
we conclude that Alu elements share little in common in terms of
functional biases with either older or younger mobile elements,
and we can therefore rule out the tolerance and preferential
insertion hypotheses, a conclusion that is in fact consistent with
previous findings [23,24].
A third alternative explanation could be that certain Alu
instances were selectively lost after the initial random spreading,
and, in fact, this scenario corresponds to the prevailing hypothesis.
However, when we tested whether Alu elements are under-
represented in the upstream or intronic regions of genes of specific
functional classes, we found no such bias. This suggests that Alu
instances have been lost randomly across functional classes.
Based on the above analysis, we conclude that, as described in
the first scenario, there has been a positive selection of Alu
elements in the upstream and intronic regions of the genes that
belong to the functional classes reported in Table 1. This finding
suggests that Alu elements likely play an active role in the entire set
of functions listed in Table 1, and not only in the small subset
which has already been reported in the literature.
Mouse B1 elements have independently been retained in
the upstream and intronic regions of genes of similar
functional classes to human Alu elements
B1 and Alu repeat families both descended from an initial
duplication of the 7SL RNA gene [4] before the primate-rodent
split, i.e. more that 80 million years ago. However, after the
primate-rodent split, Alu and B elements spread independently,
accumulated mutations and, over time, substantially diverged from
Figure 3. Alu densities upstream and downstream of known genes as a function of distance from the gene transcript start position.
Green and red curves correspond to Alu instances in the sense and antisense orientation respectively. Here, we show only the subset of the curves of
Figure 1 with the highest densities, i.e. sense upstream and antisense intronic downstream, and compare it the corresponding densities of the genes
which belong to the experimentally validated functional classes: DNA repair, DNA recombination, chromatin remodeling, splicing and translation.
doi:10.1371/journal.pcbi.1000610.g003
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Consequently, extant B1 elements should be very different from
Alu elements at the sequence level. We confirmed the lack of
sequence similarity between Alu and B1 elements in two ways.
First, in Figure 4, we show that the average pair-wise similarity
among Alu elements is 71.5611.1%, whereas the expected
similarity is 45.364.4% as determined using shuffled versions of
the Alu sequences. The average pair-wise similarity for B1
elements is 70.1610.8%, whereas the expected similarity is
45.162.5%. In contrast, the average pair-wise similarity between
extant Alu monomers and B1 elements is only 51.164.7% and
very close to the expected similarity value of 44.262.7%. Second,
using human/mouse whole-genome alignments we found that Alu
and B1 elements are located overwhelmingly in non-conserved
regions of the human and mouse genomes: the percentages are
,99.9% in the case of Alu elements and ,96.4% in the case of B
elements (,95.8% for B1, ,96.9% for B2 and ,96.5% for B4
elements).
Next, we applied the same statistical analysis used in the
previous section, in order to look for enrichment of B elements in
specific functional classes of genes. Given that, as shown above, the
sequences of B elements are so different from those of Alu elements,
and that the current distribution of Alu and B elements has been
shaped independently in the each of the two genomes through initial
random spreading and subsequent loss of certain copies, one
would expect that the functional associations of B elements in
upstream and intronic regions of genes would be different from the
ones described in the previous section. However, we found that the
set of functions associated with B elements contains 83.2% of the
functions associated with Alu elements (expected=12.262.0%).
The fact that this result is observed independently in the mouse
genome further strengthens our claim that these two types of SINE
elements have been selectively retained in genes of certain functional
classes, rather than selectively lost from certain genes.
Nevertheless, we examined an alternative scenario: since Alu
and B elements are found in non-conserved regions of human and
mouse, we tested whether certain functional classes of genes tend
to have non-conserved upstream and intronic regions (effectively
defining the differences between these two organisms), and
whether these functional classes overlap with those associated
with Alu and B elements. We found that the set of GO terms
associated with non-conserved regions and the set of GO terms
associated with Alu elements share only five entries in the combined
sense/antisense intronic regions, and zero in the combined sense/
antisense upstream regions. The common GO terms in the
intronic case are generic high-level terms (e.g. metabolism,
binding, etc.), and do not include DNA repair, recombination,
chromatin remodeling, splicing or translation. Therefore, we
conclude that lack of conservation of Alu and B elements does not
explain the observed functional biases.
Functional biases of Alu and B element instances extend
to all Alu and B element sub-families
Human Alu elements belong to one of three main sub-families
AluS, AluJ and AluY, with approximately 660,000, 283,000 and
148,000 copies respectively in the human genome. We repeated
the above GO term analysis separately for each Alu sub-family
and found that all three Alu sub-families are significantly over-
represented in the upstream and intronic regions of genes of
certain functional classes. Using the same cutoff on the adjusted p-
values, we obtained 244 significant GO terms for the oldest AluS
sub-family, 200 for the AluJ sub-family and 116 for the youngest
AluY sub-family. The relationships of these three sets to one
another are depicted in the form of a Venn diagram in Figure 5. A
qualitative interpretation of the Venn diagram is that the AluS GO
term set is an approximate superset of the AluJ set (86.0% of the
AluJ set members are also members of the AluS set; expected
overlap is 7.761.6%), which in turn is an approximate superset of
the AluY set (93.1% of the AluY set members are also members of
the AluJ set; expected overlap is 6.662.3%). The AluY set is 100%
covered by the AluS set. The computed p-values for all sub-
families, for both upstream and intronic regions, and for both
sense and antisense orientations can be found in the Supplemental
Tables S2 and S3.
Similarly, in the mouse genome there are B1, B2 and B4
elements with approximately 417,000, 363,000 and 390,000
copies respectively. Using the same method and cutoff, we found
293, 260 and 232 significant GO terms for B1, B2 and B4
elements respectively. Unlike Alu sub-families, where the number
of significant GO terms increased with the age of the sub-family,
here all three types of elements have comparable numbers of
significant GO terms associated with them. Also, pair-wise
intersection of these lists of GO terms show high similarities,
measured using the Jaccard coefficient between each pair of sets:
65.6% between B1 and B2 (expected similarity=4.660.8%),
54.0% between B1 and B4 (expected similarity=4.460.9%), and
56.2% between B2 and B4% (expected similarity=4.060.9%).
Figure 4. Average pair-wise sequence similarities involving Alu
and B1 elements. We have carried out pair-wise comparisons
involving a) only Alu elements, b) only B1 elements, and c) Alu
monomers with B1 elements.
doi:10.1371/journal.pcbi.1000610.g004
Figure 5. Venn diagram showing the relationships among the
three sets of significant GO terms corresponding to each Alu
sub-family. Note that the AluS GO term set is an approximate superset
of the AluJ set, which in turn is an approximate superset of the AluY set
– see test for details.
doi:10.1371/journal.pcbi.1000610.g005
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upstream and intronic regions, and for both sense and antisense
orientations can be found in the Supplemental Tables S4 and S5.
Alu and B elements in other organisms
Almost all instances of Alu elements in human (95%) are
conserved in the chimpanzee genome, i.e. they are included in
human-chimpanzee whole-genome alignments. After repeating
the GO analysis in the chimpanzee genome, we concluded that
81% of the identified significant GO terms are identical to the
significant GO terms identified in human. Similarly, B elements
are conserved between mouse and rat genomes: 50% of B
element instances in mouse have a conserved counterpart in rat.
Even though the level of conservation between mouse and rat B
elements is not as high as between human and chimpanzee Alu
elements, 90% of the significant GO terms identified in rat
genome are identical to the significant GO terms identified in
mouse. The results of the chimpanzee and rat analyses can be
found in the Supplemental Tables S6 and S7 for chimpanzee
and Tables S8 and S9 for rat. In conclusion, our findings show
that there exists a human-chimpanzee conservation of Alu
elements and a mouse-rat conservation of B elements on the
sequence level. More importantly, there exists a conserved
functional connection between all four organisms, independent of
the level of cross-species sequence conservation of these
elements.
Discussion
Our analyses reveal that both upstream and intronic regions in
human and mouse are significantly enriched in Alu and B
elements respectively. Surprisingly, we find that Alu and B
elements are significantly enriched across similar functional
classes in human and mouse, even though these two types of
elements have spread independently in the two genomes,
following the primate-rodent split. In contrast, we find no
depletion across functional classes, a finding which suggests that
the final distribution of Alu and B elements across the two
genomes is unlikely to be the result of a selective loss of some of
their randomly retrotransposed copies. A simpler explanation
suggests that they have been selectively retained in the upstream
and intronic regions of genes belonging to the functional
classes presented in Table 1, presumably because they offered
some selective advantage (for example more binding sites to
help increase the complexity of regulatory networks, or more
transcript splice variants) thus increasing each organism’s
chances of survival. Indeed, a subset of the functional
associations we uncovered in this paper has been reported in
the literature, thus supporting the merit of our computational
approach, while the majority of the functions are novel and
suggest possible avenues to specific experimental tests.
Most importantly, our analysis suggests that SINEs are implicated
in gene regulation effected through the upstream and intronic regions
of specific genes, and contributes to an increasing body of
literature attributing functional relevance to repeat elements which
were initially ‘dismissed’ and labeled ‘‘junk DNA’’ [25]. Indeed,
soon after the advent of genomic sequencing, reports of mobile
elements that were exapted into novel genes and regulatory
elements through retrotransposition [26–28] or exonization [29]
started appearing in the literature. Individual instances of various
types of repeat elements were shown to cause disease but to also
drive genomic evolution in a positive manner [4,22]. Recent
reports also discuss findings suggesting that the role of mobile
elements in genomic evolution, organization and cell process
regulation may be significantly more important than previously
thought [30–34].
Interestingly, the sequences of Alu and B elements are not
conserved between human and mouse. For nearly three decades,
most searches for regulatory elements made explicit or implicit
use of the assumption of equivalence between sequence
conservation and function. However, recent work has shown
that the human genome regions can be classified into three broad
categories with respect to the extent of their evolutionary
conservation and their coding potential: (a) sequences that are
under strong evolutionary constraints (,5% of the human genome
[35,36]); (b) conserved non-exonic sequences t h a ta r em o r ef r e q u e n t
than expected [37] but do not necessarily comprise functional
elements [38]; and (c) non-conserved, non-exonic sequences,ac a t e g o r y
with an unexpected high number of functional elements [39].
Such findings increasingly question whether sequence conserva-
tion is a necessary and sufficient condition for function. Indeed,
recent publications have revealed the existence of regulatory
elements that are not conserved between human and mouse
[33,40–45].
Recent studies suggest that RNA silencing pathways
including endogenous siRNA and piRNA pathways provide
an adaptive defense in the transposon arms race [46], raising
the possibility of a connection between RNAi pathway genes
and Alu/B element insertions. Key proteins in these pathways,
such as Argonaute and PIWI, are categorized as ‘‘gene
silencing’’ proteins in the GO hierarchy, a term that is, in
fact, identified by our statistical method as significant in the
case of antisense upstream B element instances in mouse (see
Supplemental Table S4), thus revealing a possible connection
among genes that participate in the RNAi pathways and Alu/B
elements.
In closing, it is worth emphasizing that, in our analysis, antisense
intronic regions are significantly more enriched in Alu and B
elements than sense intronic regions, unlike upstream regions,
where no significant difference is observed between sense and
antisense. In view of this finding, and taking into account
previous work showing evidence of widespread occurrence of
antisense transcription in introns [47,48] as well as correlation of
non-coding antisense intronic RNA levels with tumor differen-
tiation [49], it is reasonable to conjecture that antisense intronic
sequences may play an important role in regulation. Conceiv-
ably, this conjectured activity may be coordinated with instances
of Alu and B elements located upstream of protein-coding genes.
Taken together, these findings hint at the existence of a
potentially very complex web of interactions among upstream
regions, introns, and repeat elements in the context of cell process
regulation.
Materials and Methods
Data sources. We obtained genome chromosome sequences
and genomic region coordinates for transcripts, exons, introns as
well as Gene Ontology (GO) annotations (biological processes and
molecular functions) from ENSEMBL release 52. Human/mouse
pair-wise alignments and repeat regions corresponding to the same
genome assembly versions (NCBI36 for human and NCBIM37 for
mouse) were obtained from UCSC Genome Browser.
Computing densities and associated p-values. We
define density of a given type of elements (for example Alu or B
elements) in a given genomic region as the fraction of the region
that is covered by the instances of these elements. We calculated
the densities of Alu and B elements in genomic regions obtained
from all combinations of: (a) distance from gene transcript start
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(upstream and downstream), and (c) orientation (sense and
antisense). Each genomic region was identified as follows:
(1) for each gene transcript with transcript start position s,w e
identified its upstream (downstream) region at distance d as
the region covering d nucleotides upstream (downstream) of
position s
(2) for each gene transcript, we identified its downstream exonic
region at distance d as the intersection of its downstream
region at distance d and its set of exons
(3) for each gene transcript, we identified its downstream intronic
region at distance d as the intersection of its downstream
region at distance d and its set of introns
(4) the final genomic region was determined as the union of all
the corresponding gene transcript regions; for example, the
upstream region, is the union of the upstream regions of all
gene transcripts.
The expected Alu and B element densities were calculated on the
entire human and mouse genome respectively. All density
calculations were performed using resampling and the results are
shown as mean and standard deviation on Figure 1 for human and
Figure 2 for mouse. P-values were computed in each case using
Student’s T test between the observed and expected, or between
sense and antisense in the intronic downstream case. For a wide
range of distances (i.e. 4 kb–256 kb), both upstream and
downstream, the p-values are practically zero.
Identifying significant GO terms and computing
adjusted p-values. The following definitions are necessary for
the rest of the section. A genomic locus x is a quadruplet (xc,xs,xa,xb)
containing information about its chromosome, strand, and start
and stop coordinates. A genomic region is a set of genomic loci. The
overlap h(x,y) between two genomic loci x and y is h(x,y)=min
(xb,yb)2max(xa,ya), if xc=y c and xs=y s, and 0 otherwise. The
overlap h(Q,R) between two genomic regions Q and R is the sum of
overlaps h(x,y) of all possible pairs (x,y) of genomic loci where x is
in Q and y in R. The density d(Q,R) of region Q in reference region
R is defined as the overlap h(Q,R) divided by the total length of
reference region R, i.e. the sum of the length of the region’s loci.
In order to determine which GO terms are significantly
enriched in Alu/B elements, the following information is used as
input to our algorithm:
(1) the test region Q, i.e. the set of Alu (or B) element genomic
loci
(2) the reference region r(g) for each gene g, i.e. the set of intronic
or upstream genomic loci for each gene
(3) the set of genes G(t) associated with each GO term t
For each gene g, we compute the density d(g)=d(Q,r(g)) of test
region Q in the reference region r(g) of gene g. For each GO term
t, we also compute the average density d(t) of test region Q across
the set of reference regions R(x)={ r(g) | g in G(t) }, i.e. the set of
reference regions of genes associated with GO term t. Then, we
calculate the p-value of d(t) as the probability p(t) that value d(t) is
drawn from the null distribution. The null distribution of GO term
density values is estimated using N=1,000,000 randomized
experiments designed to redistribute the test region loci Q within
the reference regions r(g), while satisfying the following criteria:
(1) preserve the average test region density across the reference
regions, i.e. do not redistribute the test region loci across the
entire genome, but instead only inside the reference regions
(2) preserve the average test region density in each chromosome
and strand
(3) preserve the test region loci length distribution in each
chromosome and strand
(4) most importantly, preserve the variance of test region densities
across genes’ reference regions
All these criteria can be satisfied by simply permuting the
density values d(g) across genes of the same chromosome and
strand. Then, the p-value p(t) for each GO term t is calculated as
the number of randomized experiments where the randomized
density d’(t), as computed based on the permuted d’(g) densities,
exceeds or is equal to the observed density value d(t), divided by
the total number of experiments.
Since we carry out only 1,000,000 randomized experiments, p-
values smaller than 1e-06 needed to be approximated for
presentation purposes in the Supplemental tables, and this was
achieved by approximating the tail of the null distribution with an
exponential distribution. We point out that all the results presented
in the manuscript regarding significance are based on the exact p-
values and not on the approximated ones. Finally, in order to
estimate the false discovery rate (FDR), we computed the adjusted
p-values (q-values) according to the method presented in [50].
Two approaches were evaluated: (a) all hypothesis tests were
considered as one family, and (b) each level of GO hierarchy was
considered as a separate family. The difference of the outcomes of
the two approaches was negligible. We also note that for a given
repeat element family we analyzed the upstream sense/antisense
and intronic sense/antisense regions simultaneously under the
same random permutation experiment, i.e. we collected all the
gene densities in all four types of regions together, in order to
estimate the number of significant GO terms at 1% FDR.
Supporting Information
Table S1 GO term p-values for human Alu and mouse B
elements.
Found at: doi:10.1371/journal.pcbi.1000610.s001 (0.04 MB XLS)
Table S2 GO term p-values and q-values for all human Alu
families in upstream regions.
Found at: doi:10.1371/journal.pcbi.1000610.s002 (1.14 MB XLS)
Table S3 GO term p-values and q-values for all human Alu
families in intronic regions.
Found at: doi:10.1371/journal.pcbi.1000610.s003 (1.07 MB XLS)
Table S4 GO term p-values and q-values for all mouse B
families in upstream regions.
Found at: doi:10.1371/journal.pcbi.1000610.s004 (1.12 MB XLS)
Table S5 GO term p-values and q-values for all mouse B
families in intronic regions.
Found at: doi:10.1371/journal.pcbi.1000610.s005 (1.07 MB XLS)
Table S6 GO term p-values and q-values for chimpanzee Alu
elements in upstream regions.
Found at: doi:10.1371/journal.pcbi.1000610.s006 (0.50 MB XLS)
Table S7 GO term p-values and q-values for chimpanzee Alu
elements in intronic regions.
Found at: doi:10.1371/journal.pcbi.1000610.s007 (0.49 MB XLS)
Table S8 GO term p-values and q-values for rat B elements in
upstream regions.
Found at: doi:10.1371/journal.pcbi.1000610.s008 (0.54 MB XLS)
Table S9 GO term p-values and q-values for mouse B elements
in intronic regions.
Selective Retention of ALU/B1
PLoS Computational Biology | www.ploscompbiol.org 9 December 2009 | Volume 5 | Issue 12 | e1000610Found at: doi:10.1371/journal.pcbi.1000610.s009 (0.53 MB XLS)
Acknowledgments
The authors wish to thank Tien Huynh, Niina Haiminen and the
anonymous reviewers for their helpful comments and suggestions.
Author Contributions
Conceived and designed the experiments: AT IR. Performed the
experiments: AT. Analyzed the data: AT IR. Wrote the paper: AT IR.
Supervised the research: IR.
References
1. Deininger PL, Batzer MA (2002) Mammalian retroelements. Genome Res 12:
1455–1465.
2. Kazazian HH, Jr. (2004) Mobile elements: drivers of genome evolution. Science
303: 1626–1632.
3. Schmid CW (2003) Alu: a parasite’s parasite? Nat Genet 35: 15–16.
4. Batzer MA, Deininger PL (2002) Alu repeats and human genomic diversity. Nat
Rev Genet 3: 370–379.
5. Quentin Y (1992) Origin of the Alu family: a family of Alu-like monomers gave
birth to the left and the right arms of the Alu elements. Nucleic Acids Res 20:
3397–3401.
6. Kriegs JO, Churakov G, Jurka J, Brosius J, Schmitz J (2007) Evolutionary history
of 7SL RNA-derived SINEs in Supraprimates. Trends Genet 23: 158–161.
7. Quentin Y (1994) Emergence of master sequences in families of retroposons
derived from 7sl RNA. Genetica 93: 203–215.
8. Korenberg JR, Rykowski MC (1988) Human genome organization: Alu, LINES,
and the molecular structure of metaphase chromosome bands. pp 391–400.
9. Belle EMS, Webster MT, Eyre-Walker A (2005) Why Are Young and Old
Repetitive Elements Distributed Differently in the Human Genome? Journal of
Molecular Evolution 60: 290–296.
10. Grover D, Mukerji M, Bhatnagar P, Kannan K, Brahmachari SK (2004) Alu
repeat analysis in the complete human genome: trends and variations with
respect to genomic composition. Bioinformatics 20: 813–817.
11. Hackenberg M, Bernaola-Galva ´n P, Carpena P, Oliver JL (2005) The Biased
Distribution of ALUs in Human Isochores Might Be Driven by Recombination.
Journal of Molecular Evolution 60: 365–377.
12. Medstrand P, van de Lagemaat LN, Mager DL (2002) Retroelement
Distributions in the Human Genome: Variations Associated With Age and
Proximity to Genes. Genome Research 12: 1483–1495.
13. Jurka J, Kohany O, Pavlicek A, Kapitonov VV, Jurka MV (2004) Duplication,
coclustering, and selection of human Alu retrotransposons. Proceedings of the
National Academy of Sciences of the United States of America 101: 1268–1272.
14. Polak P, Domany E (2006) Alu elements contain many binding sites for
transcription factors and may play a role in regulation of developmental
processes. BMC Genomics 7: 133.
15. Vassetzky NS, Ten OA, Kramerov DA (2003) B1 and related SINEs in
mammalian genomes. Gene 319: 149–160.
16. Grover D, Majumder PP, Rao CB, Brahmachari SK, Mukerji M (2003)
Nonrandom Distribution of Alu Elements in Genes of Various Functional
Categories: Insight from Analysis of Human Chromosomes 21 and 22. Mol Biol
Evol 20: 1420–1424.
17. Ganapathi M, Srivastava P, Sutar S, Kumar K, Dasgupta D, et al. (2005)
Comparative analysis of chromatin landscape in regulatory regions of human
housekeeping and tissue specific genes. BMC Bioinformatics 6: 126.
18. Srikanta D, Sen SK, Huang CT, Conlin EM, Rhodes RM, et al. (2009) An
alternative pathway for Alu retrotransposition suggests a role in DNA double-
strand break repair. Genomics 93: 205–212.
19. Hasler J, Strub K (2006) Alu elements as regulators of gene expression. Nucleic
Acids Res 34: 5491–5497.
20. Vidal F, Mougneau E, Glaichenhaus N, Vaigot P, Darmon M, et al. (1993)
Coordinated posttranscriptional control of gene expression by modular elements
including Alu-like repetitive sequences. Proc Natl Acad Sci U S A 90: 208–212.
21. Mariner PD, Walters RD, Espinoza CA, Drullinger LF, Wagner SD, et al.
(2008) Human Alu RNA is a modular transacting repressor of mRNA
transcription during heat shock. Mol Cell 29: 499–509.
22. Deininger PL, Moran JV, Batzer MA, Kazazian HH, Jr. (2003) Mobile elements
and mammalian genome evolution. Curr Opin Genet Dev 13: 651–658.
23. Ovchinnikov I, Troxel AB, Swergold GD (2001) Genomic Characterization of
Recent Human LINE-1 Insertions: Evidence Supporting Random Insertion.
Genome Research 11: 2050–2058.
24. Szak S, Pickeral O, Makalowski W, Boguski M, Landsman D, et al. (2002)
Molecular archeology of L1 insertions in the human genome. Genome Biology
3: research0052.0051–research0052.0018.
25. Ohno S (1972) So much ‘‘junk’’ DNA in our genome. Brookhaven Symp Biol
23: 366–370.
26. Brosius J (1999) RNAs from all categories generate retrosequences that may be
exapted as novel genes or regulatory elements. Gene 238: 115–134.
27. Nekrutenko A, Li WH (2001) Transposable elements are found in a large
number of human protein-coding genes. Trends Genet 17: 619–621.
28. Hamdi HK, Nishio H, Tavis J, Zielinski R, Dugaiczyk A (2000) Alu-mediated
phylogenetic novelties in gene regulation and development. J Mol Biol 299:
931–939.
29. Lin L, Shen S, Tye A, Cai JJ, Jiang P, et al. (2008) Diverse splicing patterns of
exonized Alu elements in human tissues. PLoS Genet 4: e1000225.
30. Lowe CB, Bejerano G, Haussler D (2007) Thousands of human mobile element
fragments undergo strong purifying selection near developmental genes. Proc
Natl Acad Sci U S A 104: 8005–8010.
31. Czech B, Malone CD, Zhou R, Stark A, Schlingeheyde C, et al. (2008) An
endogenous small interfering RNA pathway in Drosophila. Nature 453: 798–
802.
32. Watanabe T, Totoki Y, Toyoda A, Kaneda M, Kuramochi-Miyagawa S, et al.
(2008) Endogenous siRNAs from naturally formed dsRNAs regulate transcripts
in mouse oocytes. Nature 453: 539–543.
33. Tay Y, Zhang J, Thomson AM, Lim B, Rigoutsos I (2008) MicroRNAs to
Nanog, Oct4 and Sox2 coding regions modulate embryonic stem cell
differentiation. Nature.
34. Berry C, Hannenhalli S, Leipzig J, Bushman FD (2006) Selection of Target Sites
for Mobile DNA Integration in the Human Genome. PLoS Computational
Biology 2: e157.
35. Siepel A, Bejerano G, Pedersen JS, Hinrichs AS, Hou M, et al. (2005)
Evolutionarily conserved elements in vertebrate, insect, worm, and yeast
genomes. Genome Res 15: 1034–1050.
36. Margulies EH, Cooper GM, Asimenos G, Thomas DJ, Dewey CN, et al. (2007)
Analyses of deep mammalian sequence alignments and constraint predictions for
1% of the human genome. Genome Res 17: 760–774.
37. Dermitzakis ET, Reymond A, Antonarakis SE (2005) Conserved non-genic
sequences - an unexpected feature of mammalian genomes. Nat Rev Genet 6:
151–157.
38. Nobrega MA, Zhu Y, Plajzer-Frick I, Afzal V, Rubin EM (2004) Megabase
deletions of gene deserts result in viable mice. Nature 431: 988–993.
39. ENCODE (2007) Identification and analysis of functional elements in 1% of the
human genome by the ENCODE pilot project. Nature 447: 799–816.
40. Lal A, Kim HH, Abdelmohsen K, Kuwano Y, Pullmann R, Jr., et al. (2008)
p16(INK4a) translation suppressed by miR-24. PLoS ONE 3: e1864.
41. Tay YM, Tam WL, Ang YS, Gaughwin PM, Yang H, et al. (2008) MicroRNA-
134 modulates the differentiation of mouse embryonic stem cells, where it causes
post-transcriptional attenuation of Nanog and LRH1. Stem Cells 26: 17–29.
42. Rigoutsos I, Huynh T, Miranda K, Tsirigos A, McHardy A, et al. (2006) Short
blocks from the noncoding parts of the human genome have instances within
nearly all known genes and relate to biological processes. Proc Natl Acad
Sci U S A 103: 6605–6610.
43. Tsirigos A, Rigoutsos I (2008) Human and mouse introns are linked to the same
processes and functions through each genome’s most frequent non-conserved
motifs. Nucleic Acids Res 36: 3484–3493.
44. Fisher S, Grice EA, Vinton RM, Bessling SL, McCallion AS (2006)
Conservation of RET regulatory function from human to zebrafish without
sequence similarity. Science 312: 276–279.
45. McGaughey DM, Vinton RM, Huynh J, Al-Saif A, Beer MA, et al. (2008)
Metrics of sequence constraint overlook regulatory sequences in an exhaustive
analysis at phox2b. Genome Research 18: 252–260.
46. Aravin AA, Hannon GJ, Brennecke J (2007) The Piwi-piRNA Pathway Provides
an Adaptive Defense in the Transposon Arms Race. Science 318: 761–764.
47. Shendure J, Church G (2002) Computational discovery of sense-antisense
t r a n s c r i p t i o ni nt h eh u m a na n dm o u s eg e n o m e s .G e n o m eB i o l o g y3 :
research0044.0041–research0044.0014.
48. Yelin R, Dahary D, Sorek R, Levanon EY, Goldstein O, et al. (2003)
Widespread occurrence of antisense transcription in the human genome. Nat
Biotechnol 21: 379–386.
49. Reis EM, Nakaya HI, Louro R, Canavez FC, Flatschart AVF, et al. (2004)
Antisense intronic non-coding RNA levels correlate to the degree of tumor
differentiation in prostate cancer. Oncogene 23: 6684–6692.
50. Storey JD, Tibshirani R (2003) Statistical significance for genomewide studies.
Proceedings of the National Academy of Sciences of the United States of
America 100: 9440–9445.
Selective Retention of ALU/B1
PLoS Computational Biology | www.ploscompbiol.org 10 December 2009 | Volume 5 | Issue 12 | e1000610